FIGURE S1

Summarized observed mutation contexts
G-to-A mutation contexts derived from refs [1, 2].

Observed Pos -3 -2 -1 0 1 2 3 4 5
A 246 190 268 0 119 598 620 825 584
C 124 239 114 0 16 49 12 0 0
G 350 310 655 1324 1161 635 370 59 149
T 294 275 287 0 28 42 12 86 237

sum 1014 1014 1324 1324 1324 1324 1014 970 970

Expected frequencies (%)

A 37.8
Cc 17.2
G 16.3
T 28.7

%’ test (1 df)

5156 4.718 16.871 G 80.049 19.999 16.667 20.030 6.106
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Context offset positions

Context PSSM (compensated for sampling errors)

Position-specific scoring matrix was derived using equations 5, 6, and 7 in ref [3].

LOG( ((Nc / (Nc + sqrt(N)) * (nc / Nc)) + ((sqrt(N)) / (Nc + sqrt(N))) * (((sqrt(N)) * prob(nt)) / sqrt(N))) / prob(nt) )
N Total number observed nucleotides at PSSM position
Nc Observed number of specific nucleotides (A, C, G or T) at PSSM position
nc Expected nucleotide frequency (A, C, Gor T)

PSSM position -3 -2 -1 0 1 2 3 4 5
A -0.185 -0.292 -0.261 -0.588 0.075 0.204 0.345 0.197
Cc -0.143 0.133 -0.289 -1.022 -0.627 -1.013 -1.507 -1.507
G 0.319 0.267 0.474 0.778 0.721 0.461 0.343 -0.406 -0.025
T 0.004 -0.024 -0.118 -1.007 -0.872 -1.152 -0.481 -0.068

max 0.319 0.267 0.474 0.778 0.721 0461 0.343 0.345 0.197
max sum | 3.904

min -0.185 -0.292 -0.289 0.778 -1.022 -0.872 -1.152 -1.507 -1.507
min sum | -6.048
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